. STIC-Biotech/ChemLib 



From: 

Sent: 

To: 

Subject: 



Steadman, David (AU1652) 
Monday, February 06, 2006 1:51 PM 
STIC-Biotech/ChemLib 
10/729,571 sequence search request 



NAME: David Steadman 
AU: 1656 
Date: 2/6/06 
Office: Remsen 2B05 
l^ailbox: Remsen 3C70 




Please search the followini^ sequences in commercial databas^^^ 

1) SEQ ID N0:2 against amino acid databases. 

2) SEQ ID N0:2 against nucleic acid databases. 
Please save results to diskette. 



Thanl< you very much. 

David J. Steadman, Ph.D. 
Primary Examiner 
Art Unit 1656 

Protein Crystallography and Recombinant Enzymes 
Office: Remsen 2B05 
Mailbox: Remsen 3C70 
Phone: (571)272-0942 



3|c 3|c 4c * 3|e ***** ♦ 



' ************ ****4n|e*Kn|r 



Searcher: 

Searcher Phone:. 



Type of Search 
NA# AA#:_ 



Vendors and cost where applicable 



Online Time:. 



Searcher Prep Time:. 



Date Searcher Picked up:. 



Date completed:. 



Encode/TransI : 

Structure #: ^Text:_ 

Inventor: Litigation:. 



S/L: Oligomer:. 



STN: 

DIALOG: 

QUESTEiyORBIT: 

LEXIS/NEXIS: 

SEQUENCE SYSTEM:. 



WWW/Internet:. 
Other (Specify):. 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched : 



protein search, using sw model 

February 9, 2006, 12:05:19 ; Search time 48 Seconds 

(without alignments) 
439.215 Million cell updates/sec 

US-10-729-571B-2 
1315 

1 MKIGVFDSGVGGFSVLKSLL * FHASGDVIWLERQAKEWLKL 255 

BLOSUiyi62 

Gapop 10.0 , Gapext 0.5 
572060 seqs, 82675679 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



572060 



Database 



Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/l/iaa/5_COMB.pep: * 

2 : /cgn2_6/ptodata/l/iaa/6_COMB .pep : * 

3 : /cgn2_6/ptodata/l/iaa/H_COMB.pep: * 

4 : /cgn2_6/ptodata/l/iaa/PCTUS_COMB.pep: * 

5 : /cgn2_6/ptodata/l/iaa/RE_COMB.pep: * 

6 : /cgn2_6/ptodata/l/iaa/backf ilesl.pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: February 9, 2006, 12:06:59 ; Search time 17 Seconds 

(without alignments) 
196.838 Million cell updates/sec 



Title: US-10-729-571B-2 
Perfect score: 1315 

Sequence: 1 MKIGVFDSGVGGFSVLKSLL FHASGDVIWLERQAKEWLKL 255 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 97014 seqs, 13122538 residues 



Total number of hits satisfying chosen parameters : 



97014 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: 



Database : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

Published_Applications_AA_New: * 



/cgn2_6/ptodata/2/pubpaa/US08_NEW_PUB .pep: * 
/cgn2_6/ptodata/2/pubpaa/US06_NEW_PUB .pep : * 
/cgn2_6/ptodata/2/pubpaa/US07_NEW_PUB .pep : * 
/cgn2_6/ptodata/2/pubpaa/PCT_NEW_PUB . pep : * 
/ cgn2_6 /p t oda t a / 2 /pubpaa /US 0 9_NEW_PUB . pep : * 
/ cgn2_6 /pt odat a / 2 /pubpaa /US 1 0_NEW_PUB . pep : * 
/cgn2_6/ptodata/2/pubpaa/USll_NEW_PUB .pep : * 
/cgn2_6/ptodata/2/pubpaa/US60_NEW_PUB.pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or ec[ual to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: February 9, 2006, 11:58:03 ; Search time 253 Seconds 

(without alignments) 
711.106 Million cell updates/sec 

Title: US-10-729-571B-2 
Perfect score: 1315 

Sequence: 1 MKIGVFDSGVGGFSVLKSLL FHASGDVIWLERQAKEWLKL 255 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



2166443 seqs, 705528306 residues 



Total number of hits satisfying chosen parameters: 2166443 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : UniProt_05 . 80: * 

1 : uniprot_sprot : * 
2 : uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is d.erived by analysis of the total score distribution. 
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1 


1315 


100 


.0 


255 


1 


MURI_HELPJ 


Q92ltO 


helicobacte 


2 


1249 


9.5 


.0 


255 


2 


Q6VRG6_HELPY 


Q6vrg6 


helicobacte 


,3 


1248 


94 


.9 


255 


1 


MURI_HELPY 


P56068 


helicobacte 


4 


1245 


94 


. 7 


255 


2 


Q6VRM6_HELPY 


Q6vrm6 


helicobacte 


5 


1238 


94 


. 1 


255 


2 


Q6VRQ4_HELPY 


Q6vrq4 


helicobacte 


6 


1235 


93 


.9 


255 


2 


Q6VRJ5_HELPY 


Q6vr j 5 


helicobacte 


7 


1229 


93 


.5 


255 


2 


Q75X40_HELPY 


075x40 


helicobacte 


8 


1197 


91 


.0 


286 


2 


Q75XF0_HELPY 


Q75xf0 


helicobacte 


9 


1169 


88 


.9 


255 


2 


Q7WUV0_HELAC 


Q7vmv0 


helicobacte 


10 


1151 


87 


.5 


255 


2 


Q7WUU9_HELAC 


Q7vmu9 


helicobacte 


11 


1124 


85 


.5 


231 


2 


Q7X5E0_HELPY 


Q7x5e0 


helicobacte 


12 


1101 


83 


.7 


231 


2 


Q7X5D9_HELPY 


Q7x5d9 


helicobacte 


13 


1050 


79 


.8 


232 


2 


Q7X5I7_HELAC 


Q7x5i7 


helicobacte 


14 


1035 


78 


.7 


232 


2 


Q7X5I6_HELAC 


Q7x5i6 


helicobacte 


15 


871 


66 


.2 


184 


2 


Q7X5D8_HELPY 


Q7x5d8 


helicobacte 



16 


825 


62 


. 7 


166 


2 


08GK50 HELPY 


Q8gk50 


helicobacte 


17 


824 


62 


. 7 


166 


2 


08GJ20 HELPY 


08cri zO 


helicobacte 


18 


820 


62 


,4 


166 


2 


Q8GK49 HELPY 


Q8gk49 


he 1 i cobac t e 


19 


819 


62 


• 3 


166 


2 


Q8GJZ4~HELPY 


08Qi z4 


helicobacte 


20 


818 


62 


. 2 


166 


2 


08GK46 HELPY 


Q8gk46 


helicobacte 


21 


817 


62 


. 1 


166 


2 


Q8GJZ9 HELPY 


08ai z9 


helicobacte 


22 


817 


62 


. 1 


166 


2 


Q8GK04 HELPY 


O8qk04 


helicobacte 


23 


816 


62 


. 1 


166 


2 


08GiTZ5 HELPY 


08an z5 


helicobacte 


24 


816 


62 


. 1 


166 


2 


08GK01 HELPY 


O8ak01 


helicobacte 


25 


814 


61 


. 9 


166 


2 


OSGiJYS HELPY 


08cf"i v5 


hel icobacte 


26 


814 


61 


. 9 


166 


2 


Q8GK32 HELPY 


Q8gk32 


helicobacte 


27 


813 


61 


. 8 


166 


2 


Q8GJY2 HELPY 


08ai v2 


helicobacte 


28 


812 


61 


, 7 


166 


2 


Q8GJY1 HELPY 


08ai vl 


helicobacte 


29 


812 


61 


. 7 


166 


2 


Q8GJZ1 HELPY 


08ai zl 


helicobacte 


30 


812 


61 


. 7 


166 


2 


Q8GK37 HELPY 


Q8gk37 


helicobacte 


31 


812 


61 


.7 


166 


2 


Q8GK51~HELPY 


Q8qk51 


helicobacte 


32 


811 


61 


. 7 


166 


2 


Q8GK14 HELPY 


08Qkl4 


helicobacte 


33 


810 


61 


. 6 


166 


2 


08GK53 HELPY 


Q8gk53. 


helicobacte 


34 


809 


61 


. 5 


166 


2 


Q8GJY3 HELPY 


08ai v3 


helicobacte 


35 


809 


61 


. 5 


166 


2 


08GJZ8 HELPY 


Oflan 7 fi 

Sf ^ ^3 J ^ 




36 


809 


61 


. 5 


166 


2 


O8GK00 HELPY 




lie X ^ ^V^Jk^Ci^ LaC 


37 


809 


61 


.5 


166 


2 


08GK3 9~HELPY 


08ak39 




38 


807 


61 


. 4 


166 


2 


Q8GK03 HELPY 


n8ak03 


1 r'obact'P 


39 


806 


61 


.3 


166 


2 


Q8GK22~HELPY 


Q8gk22 


helicobacte 


40 


806 


61 


.3 


166 


2 


Q8GK35_HELPY 


Q8gk35 


helicobacte 


41 


806 


61 


.3 


166 


2 


Q8GK44_HELPY 


Q8gk44 


helicobacte 


42 


805 


61 


.2 


166 


2 


Q8G920_HELPY 


Q8g920 


helicobacte 


43 


805 


61 


.2 


166 


2 


Q8GK43_HELPY 


Q8gk4 3 


helicobacte 


44 


804 


61 


.1 


166 


2 


Q8GJY4_HELPY 


Q8gjy4 


helicobacte 


45 


804 


61 


.1 


166 


2 


Q8GK45_HELPY 


Q8gk45 


helicobacte 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: February 9, 2006, 12:01:04 ; Search time 43 Seconds 

(without alignments) 
570.588 Million cell updates/sec 

US-10-729-571B-2 
Perfect score: 1315 

1 MKIGVFDSGVGGFSVLKSLL FHASGDVIWLERQAKEWLKL 255 

BL0SUM62 

Gapop 10.0 , Gapext 0.5 



Title: 
Perf ec 
Sequence : 

Scoring table 



Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



283416 



Database 



PIR_80:* 
pirl : * 
pir2 : * 
pir3 : * 
pir4 : * 



Pred, No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


1315 


100 


.0 


255 


2 


C71924 


glutamate 


racemase 


2 


1248 


94 


.9 


255 


1 


E64588 


glutamate 


racemase 


3 


■ 663 


50 


.4 


250 


2 


B81262 


glutamate 


racemase 


4 


429.5 


32 


.7 


254 


2 


B70329 


glutamate 


racemase 


5 


360 


27 


.4 


266 


2 


B89886 


glutamate 


racemase 


6 


345 


26 


.2 


272 


2 


B69688 


glutamate 


racemase 


7 


340.5 


25 


.9 


270 


2 


C81196 


glutamate 


racemase 


8 


338 .5 


25 


.7 


266 


2 


AG1582 


glutamate 


racemase 


9 


334.5 


25 


.4 


266 


2 


AE1229 


glutamate 


racemase 


10 


334 


25 


.4 


272 


2 


JC5587 


glutamate 


racemase 


11 


329 


25 


.0 


279 


1 


S74824 


glutamate 


racemase 


12 


326 


24 


.8 


268 


1 


A49473 


glutamate 


racemase 


13 


317 


24 


.1 


292 


2 


AF1818 


glutamate 


racemase 



14 


312 


23 


. 7 


264 


2 


F98083 


alutamate racemase 

^ VA W ^-i' I lit* w X. tA 1 1 Iwl 0 






23 


, 7 


^ O 


o 
£t 


^ ^ J> 7 








23 


. 5 








cflutama^p Taf^niasp 

^ X. u k» mim L> ^ jLCiwwiimoc 


1 7 


^ ^ o • 


22 


, 7 






070700 


aliit" ama t" 1^ Tacpma^p 


18 


295 , 5 


22 


. 5 


265 


2 


C69978 


olutamatie racemase 

^ *A I lit* ^ JL t* 1 1 lW4 0 


19 


293 


'22 


. 3 


256 


2 


E97299 


Drobable crlutamate 


20 


288 . 5 


21 


. 9 


271 


2 


F70771 


DZTobable alutamate 


21 


278 


21 


. 1 


276 


1 


JC4005 


aliitaniatie iracemase 


22 


274 . 5 


20 


. 9 


200 


2 


G84033 


aTutatnate iracemase 

t<i t^ t* 1 1 it* W X. t* V*" Nm«> IIIwL 0 v#«> 


23 


274 . 5 


20 


. 9 


369 


2 


C75378 


alutamate racemase 


24 


250 


19 


. 0 


287 


2 


AC0476 


"Drobabl^ olut'amate 


25 


234 


17 


. 8 


262 


2 


F84994 


alutamat"p Tacpmase 

^ -i. u ^ mild ^ Xi MNir^ iiiv» 0 ^ 


26 


233 . 5 


17 


. 8 


289 


2 


E877na 


fllii^amat*^ T*af^mac!^ 


27 


£t J .J 


17 


, 7 


^ o «^ 




V3 0 J \J 0 ^ 


UWCIIIICI L>C XClV^ClUCloC 


28 


227 


17 


. 3 


265 


2 


0 J 0 




29 


220 


16 


, 7 


260 


2 


rtX V 7 J *s 


^x u L.CII11CL uc X ct^ciiiciiac 


30 


212 


16 


. 1 


277 


2 


AE3351 


Cf 1 11 ^ ma ^ #a T"a^^maa^ 
^ X u I..CIIIICI L«c X CI cilia oc 


31 


205 


15 


. 6 


289 


2 


141187 


^X U l,»CilllCL U-C XClWClllCIOC 


32 


205 


15 


. 6 


289 


2 


B91241 


alutamate iracemase 


33 


205 


15 


. 6 


289 


2 


G86088 




34 


201 . 5 


15 


. 3 


.269 


2 


T09430 


"DiTohabl p ol iit"amat"^ 

^JL\JXJCLX^^^ X U L^CllllCl 


35 


173 .5 


13 


. 2 


273 


2 


AI2805 


Gfl lit" ama t" p i^appinaRA 


36 


173 . 5 


13 


. 2 


273 


2 


H97584 


crliit'amat'P Tacpmacj^a 

^ .X U ^ CLlllCL ^ w Xu^dimOG 


37 


171 


13 


. 0 


261 


2 


D70112 


fi1nt"amat*P i^a r'Pina cp 
^ X uuciiiici uc xcti^ciiicioc 


38 


142 


10 


. 8 


268 


2 


E71329 


mrobabl p crlii^ainahp 
^x w^cii^x c ^xu^diim^c 


39 


116.5 


8 


, 9 


243 


2 


S16175 


aspartate racemase 


40 


112.5 


8 


.6 


240 


2 


B86903 


aspartate racemase 


41 


112 


8 


. 5 


235 


2 


AI0867 


conserved hypothet 


42 


110 


8 


.4 


225 


2 


E69427 


aspartate racemase 


43 


109.5 


8 


.3 


232 


2 


B75157 


aspartate racemase 


44 


105 


8 


.0 


226 


2 


H71181 


probable aspartate 


45 


105 


8 


.0 


228 


2 


G71112 


probable aspartate 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



February 9, 2006, 12:06:04 ; Search time 173 Seconds 

(without alignments) 
615.876 Million cell updates/sec 

US-10-729-571B-2 
1315 

1 MKIGVFDSGVGGFSVLKSLL FHASGDVIWLERQAKEWLKL 255 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 1867569 seqs, 417829326 residues 

Total number of hits satisfying chosen parameters: 1867569 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 . 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



Published_Applications_AA_Main: * 

1 : /cgn2_6/ptodata/l/pubpaa/US07_PUBCOMB . pep : * 

2 : /cgn2_6/ptodata/l/pubpaa/US08_PUBCOMB.pep: * 

3 : /cgn2_6/ptodata/l/pubpaa/US09_PUBCOMB .pep : * 

4 : /cgn2_6/ptodata/l/pubpaa/US10A_PUBCOMB.pep:* 

5 : /cgn2_6/ptodata/l/pubpaa/US10B_PUBCOMB . pep : * 

6: /cgn2_6/ptodata/l/pubpaa/USll_PUBCOMB.pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


1315 


100 


.0 


255 


4 


US- 


10 


-335 


-977-7635 


Sequence 


7635, Ap 


2 


1315 


100 


.0 


255 


5 


us- 


10 


-729 


-571B-2 


Sequence 


2, Appli 


3 


1257 


95 


.6 


255 


5 


us- 


10 


-729 


-571B-4 


Sequence 


4, Appli 


4 


1248 


94 


.9 


255 


3 


us- 


09 


-815 


-242-11335 


Sequence 


11335, A 


5 


1248 


94 


.9 


255 


4 


us- 


10 


-282 


-122A-58730 


Sequence 


58730, A 


6 


1248 


94 


.9 


255 


5 


us- 


10 


-729 


-571B-20 


Sequence 


20, Appl 


7 


1248 


94 


.9 


255 


5 


us- 


10 


-729 


-571B-34 


Sequence 


34, Appl 


8 


1246 


94 


. 8 


255 


5 


us- 


10 


-729 


-571B-22 


Sequence 


22, Appl 


9 


1240 


94 


.3 


255 


5 


us- 


10 


-729 


-571B-28 


Sequence 


28, Appl 


10 


1237 


94 


.1 


255 


5 


us- 


10 


-729 


-571B-6 


Sequence 


6, Appli 


11 


1237 


94 


.1 


255 


5 


us- 


10 


-729 


-571B-24 


Sequence 


24, Appl 



1 9 

A. £t 




9"? 

< 


8 


^ ^ ^ 


c 


TTQ - 


1 n 




-571^-26 




26 Ann! 




1233 


93 . 


8 


255 




w o 


1 0 


-79 Q 


-571B-30 






14 


1230 


93 . 


5 


255 




U<3- 

\J o 






-571B-18 




18 Annl 

Xw / r\^^x 


15 


122 9 


93 , 


5 


255 


-J 




X \J 


-729 


-571B-32 


S^mi Pn 


'^2 Annl 


16 


1228 


93 . 


4 


255 


5 


US- 


10 


-729 


-571B-10 




10 Annl 


17 


1227 


93 . 


3 


^ ^ ^ 






X V 


-729 


^ / xo x*x 




1 A Ann 1 


18 


1222 


92 . 


9 


255 


5 


us- 


10 


-729 


-571B-16 




16 AddI 


19 


1204 


91 , 


6 


249 


5 


US- 


10 


-729 


-571B-12 




12 Annl 

X£t f n.^^ X 


20 


1195 


90 . 


9 


249 


5 


US- 


10 


-729 


-571B-8 




ft Annl "i 

O / r\^^ X X 


21 


1107 


84 . 


2 


219 


4 


US- 


10 


-335 


-977-7634 




l^'KA An 


22 


868 


66 . 


0 


169 


4 


US- 


10 


-335 


-977-7533 




76*^3 An 


23 


663 


50 . 


4 


250 


4 




1 0 

X \J 


-2 ft2 


- 1 2 2A- 54641 






24 


427 


32 . 


, 5 


262 


5 


US- 


10 


-729 


-571B-74 


.Q ^ m 1 ^ n fa 


74 Ann! 


25 


373 


28 . 


4 


266 


4 




X V 




- 1 22A-71 '^R') 




f xO O O f n 


26 


362 


27 . 


5 


267 


4 


US- 


1 0 

X \J 


-282 


-1 22A-70708 




7 0708 A 


27 


361 


27 . 


5 


256 


3 


US- 


09 


-815 


-242-4965 




4 9fi5 An 


28 


361 


27 . 


5 


273 


5 


US- 


10 


-729 


-571B-44 




44 Annl 


29 


361 


27 . 


5 


275 


3 


US- 


09 


-815 


-242-10720 




10720 A 


30 


360 


27 . 


4 


266 


3 


us- 


09 


-815 


-242-5346 


W Xa ^ 


534 6 An 


31 


360 


27 . 


4 


266 


3 


US- 


09 


-815 


-242-12340 




1214 0 A 


32 


360 


27 . 


4 


266 


3 


US- 


09 


-815 


-242-12 989 




1 2 989 A 

X4b a' O 7 / r\ 


33 


360 


27 . 


4 


266 


4 


US- 


10 


-282 


-122A-43759 




4*^759 A 


34 


360 


27 . 


4 


266 


5 


US- 


X V 


- RR7 






610 A-nn 


35 


360 


27 . 


4 


^ O 7 


A 




X \J 


-10 A 


- 972 A- 5 57 fl 




3 O / O / i\p 


36 


355 


27 . 


0 


273 


5 


US- 


X \3 


7 ^ <3 


^ V/ X A J ^ 






37 


355 


27 . 


0 




c 


TTQ- 


X u 


7 3 J 


-9m -24. 1 

7 w X ^ ^ X 






38 


355 


27 . 


0 




A 
*x 




X u 


-2 fl2 


-1 22A-d25'^1 

X^^M. *t^jjX 






39 


354 


26 . 


9 


266 


5 


US- 


10 


-729 


-571B-46 




4 6 Ann 1 


40 


349 


26. 


5 


268 


4 


us- 


10 


-282 


-122A-53098 


Sequence 


53098, A 


41 


340.5 


25. 


9 


270 


4 


us- 


10 


-282 


-122A-66051 


Sequence 


66051, A 


42 


339 


25. 


8 


273 


5 


us- 


10 


-729 


-571B-48 


Sequence 


48, Appl 


43 


339 


25. 


8 


277 


4 


us- 


10 


-282 


-122A-57733 


Sequence 


57733, A 


44 


337.5 


25. 


7 


264 


4 


us- 


10 


-282 


-122A-72166 


Sequence 


72166, A 


45 


334.5 


25. 


4 


266 


4 


us- 


10 


-282 


-122A-60738 


Sequence 


60738, A 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score : 
Sequence : 

Scoring table: 



February 9, 2006, 11:57:15 ; Search time 203 Seconds 

(without alignments) 
551.929 Million cell updates/sec 

US-10-729-571B-2 
1315 

1 MKIGVFDSGVGGFSVLKSLL FHASGDVIWLERQAKEWLKL 255 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



2443163 seqs, 439378781 residues 



Total number of hits satisfying chosen parameters: 



2443163 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



A_Geneseq_2 1 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: genesec[p2004s : * 

9: genesec[p2005s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


1315 


100 


.0 


255 


a 


ADR04138 


Adr0413 8 


Helicobac 


2 


1257 


95 


.6 


255 


8 


ADR0414 0 


Adr0414 0 


Helicobac 


3 


1248 


94 


.9 


255 


4 


AAU35742 


Aau35742 


Helicobac 


4 


1248 


94 


.9 


255 


6 


ABU30806 


Abu30806 


Protein e 


5 


1248 


94 


.9 


255 


8 


ADR04156 


Adr04156 


Helicobac 


6 


1248 


94 


.9 


255 


8 


ADR04170 


Adr04170 


Helicobac 


7 


1246 


94 


.8 


255 


8 


ADR04158 


Adr04158 


Helicobac 


8 


1240 


94 


.3 


255 


8 


ADR04164 


Adr04164 


Helicobac 





1 O T 

Xz J / 




• X 


9 C C 
Z Z>3 


Q 

o 


AJJKU4 X4 z 


2i/^>-ft A 1 A 9 

Aajru4 X4Z 


nex ICODac 


JLU 


XZ J / 


QA 


. X 


9 R R 
Z DD 


Q 

o 


AiJKU4 XoU 


AH vft A 1 fi ft 

AUJ: U4 XOU 


rlcXXCOiJaC 


T 1 

±x 


XZjj 


Q7 


p 


9 C C 
Z 33 


o 
o 


Anun A 1 fi9 
AL/KU4 XOZ 


aHr-ft A 1 fi9 
AUX U4 XOZ 


nc X X CQijaC 


1.4, 


1 O T 1 
XZ J J 


Q7 

y^ 


p 


9 C C 
Z 3 3 


p 
o 


/\JJKU4 Xo o 


vft A 'yea 

rlClj: U4 xoo 


XJ A 1 1 ^^l^a^ 

n.6XXCOX>aC 




1 o 1 n 
XZ J u 


Q7 

y^ 


c 
• o 


9 R t; 
Z 3 3 


p 
o 


Tvnon A 1 c: A 
HUt\\J*± X34 


2irI-»-ft A 1 c; A 
riU.iL U4 X34 


JlcXXCOJJaC 


1 A 


T '5 0 Q 
XZ Z 7 


Q7 


c 

. o 


9 c; 

Z 33 
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